










































































































































































































































































































































































































































































































































































































Instance Score Ｔｉｍｅ Ｓ Score Ｔｉｍｅ Ｓ Score Ｔｉｍｅ Ｓ
laabェefl 0.489 126 0.545 139 0.823 1９
laboA-refl 0.429 151 0.501 341 ０５２４ 107
1cspエefl 0.905 189 0.921 115 0.981 1０
lcsy-refl 0.746 241 0.868 132 0.954 5４
ldoxェefl 0.819 194 0.841 140 0.872 1７
lfilA-refl 0.828 190 0.912 1４１ 0.973 3８
1fkj-refl 0.920 372 0.944 9１ 0.980 6９
lhpiエefl 0.786 7５ 0.846 5１ 0.914 3１
lidy-refl 0.289 111 0.311 113 0.341 4６
451cェefl 0.608 152 0.623 205 0.652 8５
1ad2ェefl 0.820 375 0.867 709 0.907 108
1aJmkェef： 0.846 923 0.912 2061 0.987 193
1bbt3ェefl 0.489 2184 0.501 3567 0.642 591
lgdoAエefl 0.808 1453 0.852 978 0.901 277
1havA1efl 0.311 1088 0.357 5536 0.401 199
lmljユefl 0.816 565 0.895 1151 0.939 8０
lpgtA-refl 0.745 485 0.843 582 0.980 4３
Ｍｎｒｅｆｌ 0.808 664 0.867 790 0.971 4２
3grsエefl 0.588 1629 0.642 1438 0.684 245
kinaserefl 0.586 6343 0.611 6475 0.672 432
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Manymultiplealignmenttechniquesarebasedoninsertinggaps・Thealignmenttechniquebased
oninsertinggapsdoesnothaveameasureｉｎｔｈｅｃａｓｅｏｆｈａｖｉｎｇｉｎｓｅｒｔｅｄｇａｐｓｓuperfluouslyinmany
cases・Therefbre，ｗｅｃｏｎｓｉｄｅｒｔｈａｔｉｔｉｓｐｏｓｓｉｂｌｅｔｏｏｂtamthehighqualityalignmentbyinsertinggaps
tosoｍｅｅｘｔｅｎｔａｓａｒｅｖｅｒｓｅｖｉｅｗ，anddeletinggapsgradually・Inthispaper，weproposeagapdeleting
methodbasedonthisidea・Weincorporatethemethodintothealignmenttechniqueofgeneticalgorithm
basedondynamicprograming,andweexperimentwiththealignmenttechniquefbrbenchmarkproblems．
ExperimentresultsshowtheeflbctivenessofthemethodinaJignmenttechniques．
